ABSTRACT Coprinopsis strossmayeri is a coprinoid mushroom favoring the habitat of herbivore dung. As a result of this highly competitive environment, C. strossmayeri is anticipated to produce a wide array of antimicrobial secondary metabolites (SMs) of potential pharmaceutical importance. Here, we present the draft genome sequence of C. strossmayeri.
were also identified through antiSMASH. Interestingly, a locus showing similarity to copsin, an antimicrobial peptide from Coprinopsis cinerea, was located through a BLAST search (12) . We plan to identify the biosynthetic gene clusters in C. strossmayeri responsible for the production of novel antimicrobial SMs and to characterize the genes constituting these pathways. The numbers of genes and gene clusters identified highlight the potential of C. strossmayeri as a source of novel terpenoid SMs to be exploited in the pharmaceutical industry. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession numbers FTPT01000001 to FTPT01000622.
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